Strain ATCC 31962 was formerly taxonomically classified as Empedobacter haloabium and reported to be the producer of the lipopeptide antibiotic empedopeptin. Here, we report the draft genome sequence of ATCC 31962, which encodes regions that suggest a distinct biosynthetic capacity and suggests its taxonomic reclassification. E mpedobacter haloabium ATCC 31962 (syn. designation G393-B445) was isolated in the early 1980s from a soil sample collected in Yamate-Dori, Tokyo, Japan, and was suggested to be a new species of the genus Empedobacter (1). It exhibited antibacterial activity in a screening panel and was found to produce the highly potent antibiotic empedopeptin (syn. BMY-28117 and Bu-2517) (2, 3), which acts as a cell wall biosynthesis inhibitor by complex formation with peptidoglycan precursors (4). In order to investigate the complete biosynthetic capacity for secondary metabolism, to locate the biosynthetic gene cluster of empedopeptin, and to clarify the taxonomic position of the strain for safety reasons, the genome of ATCC 31962 was sequenced.
used for all software mentioned above, except that k ϭ 63 was used for the library with a small insert size and k ϭ 109 for the library with a large insert size. Overall, the final assembly yielded a 6,678,028-nucleotide draft genome at 102-fold coverage, consisting of 106 contigs (N 50 , 132,565 bp; L 50 , 18) in total. The in silico-determined GϩC content of 66.5% is in full agreement with the experimentally determined value of 66.5 Ϯ 1.5% (1) . The assembled contigs were annotated with the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) v4.8 (9) , yielding a total of 5,690 predicted protein-coding sequences.
A BLAST analysis of the partial 16S rRNA of strain ATCC 31962 (GenBank accession number NR_125708) identified Massilia sp. strain YMA4 (KX444135) and Massilia armeniaca ZMN-3 (CP028324) as the closest cultured representatives, both sharing 99.5% 16S rRNA gene sequence identity with ATCC 31962. Using autoMLST (10), the overall genome analysis was shown not to support the initial taxonomic classification of the strain as an Empedobacter species. According to an average nucleotide identity (ANI) analysis, the closest related strains are Massilia sp. strain NR4-1 (ANI, 83.6%) and Rugamonas rubra ATCC 43154 T (ANI, 83.5%).
Data availability. This whole-genome sequencing (WGS) project has been deposited at DDBJ/ENA/GenBank under the accession number VPFC00000000. The sequencing reads have been deposited under the accession numbers SRX6060211 and SRX6060212. All reads have been deposited in the SRA and are associated with BioProject number PRJNA532449.
